Supplemental
Supplemental Table S2 related to Experimental procedures Primers used for qPCR in 5' to 3' orientation. Primers were designed using PRIMER BLAST in these studies.
Gene
Forward Primer (5' to 3') Reverse Primer (5' to 3') Source GREB1
GTGGTAGCCGAGTGGACAAT ATTTGTTTCCAGCCCTCCTT (Prenzel et al., 2011) loading dye was added to the samples. These were boiled at 95˚C for 5-10 minutes and run in a SDS-PAGE. Proteins of interest were analyzed by Western blotting with antibodies and dilutions as described in Supplemental Table S1 (Bedi et al., 2014; Prenzel et al., 2011) . Hsc70 and β-actin were used as loading control for cytoplasmic proteins and RNA polymerase II (total) and histone H2B for nuclear proteins.
Quantification of proteins in Western Blot was done using ImageJ and H2Bub1 was normalized with H2B and ERα with HSC70.
Quantification of gene expression and eRNA levels by quantitative real-time PCR
RNA isolation and cDNA synthesis were performed as described before (Bedi et al., 2014; Prenzel et al., 2011) . RNA isolation was done using TRIzol reagent 
Cell proliferation assays
For cell counting based proliferation assays, 10,000 MCF7 cells were plated in normal growth medium which was replaced by hormone-deprived medium after 8 hours. In case of siRNAs, reverse transfection was done. Cells were treated with 17 β-estradiol, and or with siRNAs or inhibitors for 3, 5 and 7 days. Transfection was repeated after 72 hours in order to sustain the knockdown efficiency. The counting was performed using Neubauer's chamber. For statistical significance, one way ANOVA was performed with Tukey HSD based multiple comparisons using SPSS package and p-values were calculated.
For Crystal violet based proliferation assays, 20,000 Ishikawa cells were plated in normal growth medium which was replaced by hormone-deprived medium after 8 hours. In case of siRNAs, reverse transfection was done. Cells were treated with ethinyl estradiol, and or with siRNAs or inhibitors for 7-9 days. Transfection was repeated after 72 hours in order to sustain the knockdown efficiency. On confluency, colonies were fixed with 4 % paraformaldehyde for 5 minutes before staining with 0.1 % crystal violet solution for 1 hour. Percentage of intensity covered by the cells after 7-9 days of growth were quantified using ImageJ with a plugin ColonyArea (Guzmán et al., 2014) .
Chromatin Immunoprecipitation (ChIP)
ChIP assays were performed as follows: Culture medium was removed from the cells and crosslinking of chromatin was performed by adding 1% formaldehyde (in PBS) for 10 minutes (20 minutes for BRD4 ChIP) at room temperature. 
Accession Numbers
The Gene Expression Omnibus (http://www.ncbi.nlm.nih.gov/geo/) accession number for RNA and ChIP-sequencing data reported in this paper is GSE55923. 
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